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The volume of human genome sequence and the variety of web-based tools to access it continue to
grow at an impressive rate, but a working knowledge of certain key resources can be sufficient to get
the most from your genome. This article provides an update to Genome Biology 2000,
1(4):reviews2001.1-2001.5.
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The UCSC Human Genome Browser (the ‘Golden Path’).
Figure 3
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